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Disclaimer

fwm The STRAN D working group Points of view in this document are those of the author and

do not necessarily represent the official position or policies
of the U.S. Department of Commerce.

Certain commercial equipment, instruments, and materials
are identified in order to specify experimental procedures
as completely as possible.

In no case does such identification imply a recommendation
or endorsement by NIST, nor does it imply that any of the
materials, instruments, or equipment identified are

necessarily the best available for the purpose.
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20 eration
1. Software that allows|STRIESSCEE FE R o T
databases as sequence strings
2. The forward strand direction can be used o align STR sequences
GRCh38 is recommended as the framework Continued discussions are
to decide whether or ot to adapt to novel genome assemblies

4. Translate the nomenclature of reverse strand loci and repeat region start and
end points.

6. STR seque trings should include flanking sequences as well as the
genome coordinates of the sequence
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1 Recommendation
1.STRINGS

Sequenced STR alleles should be maintained as sequence strings
oriented to the forward strand of the Tent genome assemb

equences should include the minimum genomic coordin ge
described herein, which is designed t cient flanking
region to distinguish the termini of the repeat region

Recommended minimum ran:
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2. The forward strand direction can be used to align STR sequences
GRCh33 is recommended as the framework Contiied discussions are
1y to decide whether or not to adapt to novel genome assemblies

4. Translate the nomenclature of reverse strand loci and repeat region start and
end points.

6. STR sequent

Compref 5 ystems are preferred for early adopters
Backward compatibility
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Sequenced STR alleles should be maintained as sequence strings
oriented to the forward strand of the current IS assembly
Sequences should include th n omic coordinate range
described herein, which is designed to [VFDJH‘!P suficient flanking
region to distinguish the termini of the repeat region
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